i n , G  e  n  o  m  i  c  t  o  o  l  s  f  o  r  n  e  w  i  n  s  i  g  h  t  s  t  o  v  a  r  i  a  t  i  o  n  ,  a  d  a  p  t  a  t  i  o  n  ,  a  n  d  e  v  o  l  u  t  i  o  n  i  n  t  h  e  s  a  l  m  o  n  i  d  f  i  s  h  e  s  :  a  p  e  r  s  p  e  c  t  i  v  e  f  o  r  c  h  a  r  r  .   H  y  d  r  o  b  i  o  l  o  g  i  a  7  8  3  ,   1  9  1  .  h  t  t  p  :  /  /  d  o  i  .  o  r  g  /  1  0  .  1  0  0  7  /  s  1  0  7  5  0  -0  1  5  -2  6  1  4  -5  F  a  r  i  e  l  l  o  ,  M  .  I  .  ,  B  o  i  t  a  r  d  ,  S  .  ,  N  a  y  a  ,  H  .  ,  S  a  n  C  r  i  s  t  o  b  a  l  ,  M  .  ,  &  S  e  r  v  i  n  ,  B  .  (  2  0  1  3  )  .  D  e  t  e  c  t  i  n  g  s  i  g  n  a  t  u  r  e  s  o  f  s  e  l  e  c  t  i  o  n  t  h  r  o  u  g  h  h  a  p  l  o  t  y  p  e  d  i  f  f  e  r  e  n  t  i  a  t  i  o  n  a  m  o  n  g  h  i  e  r  a  r  c  h  i  c  a  l  l  y  s  t  r  u  c  t  u  r  e  d  p  o  p  u  l  a  t  i  o  n j  ø  g  l  u  m  ,  S  .  ,  L  a  r  s  e  n  ,  S  .  ,  B  a  k  k  e  ,  H  .  G  .  ,  &  G  r  i  m  h  o  l  t  ,  U  .  (  2  0  0  8  )  .  T  h  e  e  f  f  e  c  t  o  f  s  p  e  c  i  f  i  c  M  H  C  c  l  a  s  s  I  a  n  d  c  l  a  s  s  I  I  c  o  m  b  i  n  a  t  i  o  n  s  o  n  r  e  s  i  s  t  a  n  c  e  t  o  f  u  r  u  n  c  u  l  o  s  i  s  i  n  A  t  l  a  n  t  i  c  s  a  l  m  o  n  (   S  a  l  m  o  s  a  l  a  r ) . Position on chromosome (bp); EmpP: Empirical P values, based on: Bayescan: Empirical P value based on ? ; OutFLANK: ; XtX: BayEnv2 XtX score; BayenvPC1: BayEnv2 |p| -association with PC1; BayenvPC2: BayEnv2 |p| -association with PC2; LFMMPC1: LFMM z-score -association with PC1; LFMMPC2: LFMM z-score -association with PC2; HapFLK: HapFLK score; XPEHH: Maximum |XP_EHH|over nine interpopulation comparisons; Type: SNP classification, OUT, PC1, PC2, EHH; XPEHH/HapFLK: SNP is in the top 0.05% for either XP-EHH or HapFLK (1), or both (2) 
